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DNA and Predicted primary amino acid sequence of GFP (Hind3-EcoRl fragment). 

5 ' - AAGCTTT 



ATG 
MET 


AGT 
SER 


AAA 
LYS 


GGA 
GLY 


GAA 
" GLU 


GAA 
GLU 


CTT 
LEU 


TTC 
PHE 


ACT 
THR 


GGA 
GLY 


GTT 
VAL 


GTC 
VAL 


CCA 
PRO 


ATT 
ILE 


CTT 
LEU 


GTT . 
VAL 


GAA 
GLU 


TTA 
LEU 


GAT 
ASP 


CGC 
GLY 


GAT 
ASP 


GTT 
VAL 


AAT 
ASN 


GGG 
GLY 


CAA 
GLN 


AAA 
LYS 


TTC 
PHE 


TCT 
SER 


GTT 
VAL 


AGT 
SER 


GGA 
GLY 


GAG 
GLU 


GGT 
GLY 


GAA 
GLU 


GGT 
GLY 


GAT 
ASP 


GCA 
ALA 


ACA 
THR 


TAC 
TYR 


GGA 
GLY 


AAA 
LYS 


CTT 
LEU 


ACC 
THR 


CTT 
LEU 


AAA 
LYS 


TTT 
PHE 


ATT 
ILE 


TGC 
CYS 


ACT 
THR 


ACT 
THR 


GGG 
GLY 


AAG 
LYS 


CTA 
LEU 


CCT 
PRO 


GTT 
VAL 


CCA 
PRO 


TGG 
TRP 


CCA 
PRO 


ACG 
THR 


CTT 
LEU 


GTC 
VAL 


ACT 
THR 


ACT 
THR 


TTC 
PHE 


TCT 
SER 


TAT 
TYR 


GGT 
GLY 


GTT 
VAL 


CAA 
GLN 


TGC 
CYS 


TTT 
PHE 


TCA 
SER 


AGA 
ARG 


TAC 
TYR 


CCA 
PRO 


GAT 
ASP 


CAT 
HIS • 


ATG 
MET 


AAA 
LYS 


CAG 
GLN 


CAT 
HIS 


GAC 
ASP 


TTT 
PHE 


TTC 
PHE 


AAG 
LYS 


AGT 
SER 


GCC 
ALA 


ATG 
MET 


CCC 
PRO 


GAA 
GLU 


GGT 
GLY 


TAT 
TYR 


GTA 
VAL 


CAG 
GLN 


GAA 
GLU 


AGA 
ARG 


ACT 
THR 


ATA 
ILE 


TTT 
PHE 


TAC 
TYR 


AAA 
LYS 


GAT 
ASP 


GAC 
ASP 


GGG 
GLY 


AAC 
ASN 


TAC 
TYR 


AAG 
LYS 


ACA 
THR 


CGT 
ARG 


GCT 
ALA 


GAA 
GLU 


GTC 
VAL 


AAG 
LYS 


TTT 
PHE 


GAA 
GLU 


GGT 
GLY 


GAT 
ASP 


ACC 
THR 


CTT 
LEU 


GTT 
VAL 


AAT 
ASN 


AGA 
ARG 


ATC 
ILE 


GAG 
GLU 


TTA 

LEU 


AAA 
LYS 


GGT 
GLY 


ATT 

ELE 


GAT 
ASP 


TTT 
PHE 


AAA 
LYS 


GAA 
GLU 


GAT 
ASP 


GGA 
GLY 


AAC 
ASN 


ATT 
ILE 


CTT 
LEU 


GGA 
GLY 


CAC 
HIS 


AAA 
LYS 


ATG 
MET 


GAA 
GLU 


TAC 
TYR 


AAT 
ASN 


TAT 
TYR 


AAC 
ASN 


TCA 
SER 


CAC 
HIS 


AAT 
ASN 


GTA 

VAL * 


TAC 
TYR 


ATC 
ILE 


ATG 
MET 


GCA 
ALA 


GAC 
ASP 


AAA 
LYS 


CCA 
PRO 


AAG 
LYS 


AAT 
ASN 


GGA 
GLY 


ATC 
ILE 


AAA 
LYS 


GTT 

VAL 


AAC 
ASN 


TTC 
PHE 


AAA 
LYS 


ATT 
ILE 


AGA 
ARG 


CAC 
HIS 


AAC 
ASN 


ATT 
ILE 


AAA 
LYS 


GAT 
ASP 


GGA 
GLY 


AGC 
SER 


GTT 
VAL 


CAA 
GLN 


TTA 
LEU 


GCA 
ALA 


GAC 
ASP 


CAT 
HIS 


TAT 
TYR 


GAA 
GLN 


CAA 
GLN 


AAT 
ASN 


ACT 
THR 


CCA 
PRO 


ATT 
ILE 


GGC 
GLY 


GAT 
ASP 


GGC 
GLY 


CCT 
PRO 


GTC 
VAL 


CTT 
LEU 


TTA 
LEU 


CCA 
PRO 


GAC 
ASP 


AAC 
ASN 


CAT 
HIS 


TAC 
TYR 


CTG 


TCC 
SER 


ACG 
THR 


CAA 
GLN 


TCT 
SER 


GCC 
ALA 


CTT 
LEU 


TCC 
SER 


AAA 
LYS 


GAT 
ASP 


CCC 
PRO 


AAC 
ASN 


GAA 
GLU 


AAG 
LYS 


AGA 
ARG 


GAT 
ASP 


CAC 
HIS 


ATG 
MET 


ATC 
ILE 


CTT 
LEU 


"€TT 

ffilu 


GAG 
GLU 


TTT 
PHE 


GTA 
VAL 


ACA 
THR 


GCT 
ALA 


GCT 
ALA 


GGG 
GLY 


ATT 
ILE 


ACA 
THR 


CAT 
HIS 


GGC 
GLY 


ATG 
MET 


GAT 
ASP 


GAA 
GLU 


CTA 
LEU 


TAC 
TYR 


AAA 
LYS 


TAA 





M}TCCAGACTTCCAATTGACACTAAAGGGATCCGAATTC - 3' 
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Fig. 2a 
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Nucleotide sequence (764bp) of GFP (Hind3-EcoRl fragment) 

AAGCTTTATGAGTAAAGGAGAAGAACTTTTCACTGGAGTT 

GTCCCAATTCTTGTTGAATTAGATGGCGATGTTAATGGGC 

AAAAATTCTCTGTTAGTGGAGAGGGTGAAGGTGATGCAAC 

ATACGGAAAACTTACCCTTAAATTTATTTGCACTACTGGG 

AAGCTACCTGTTCCATGGCCAACGCTTGTCACTACTTTCT 

CTTATGGTGTTCAATGCTTTTCAAGATACCCAGATCATAT 

GAAACAGCATGACTTTTTCAAGAGTGCCATGCCCGAAGGT 

TATGTACAGGAAAGAACTATATTTTACAAAGATGACGGGA 

ACTACAAGACACGTGCTGAAGTCAAGTTTGAAGGTGATAC 

CCTTGTTAATAGAATCGAGTTAAAAGGTATTGATTTTAAA 

GAAGATGGAAACATTCTTGGACACAAAATGGAATACAACT 

ATAACTCACATAATGTATACATCATGGCAGACAAACCAAA 

GAATGGCATCAAAGTTAACTTCAAAATTAGACACAACATT 

AAAGATGGAAGCGTTCAATTAGCAGACCATTATCAACAAA 

ATACTCCAATTGGCGATGGCCCTGTCCTTTTACCAGACAA 

CCATTACCTGTCCACGCAATCTGCCCTTTCCAAAGATCCC 

AACGAAAAGAGAGATCACATGATCCTTCTTGAGTTTGTAA 

CAGCTGCTGGGATTACACATGGCATGGATGAACTATACAA 

ATAAATGTCCAGACTTCCAATTGACACTAAAGGGATCCGA 

ATTC 

Fig. 2b 
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DNA and predicted primary amino acid sequence of F64L- Y66H-GFP (Hind3-EcoRl fragment). 

5' - AAGCTTT 



ATG 
MET 


AGT 
SER 


AAA 
LYS 


GGA 
GLY 


GAA 
GLU 


GAA 
GLU 


CTT 
LEU 


TTC 
PHE 


ACT 
THR 


GGA 
GLY 


GTT 
VAL 


GTC 
VAL 


CCA 
PRO 


ATT 
ILE 


CTT 
LEU 


GTT 
VAL 


GAA 
GLU 


TTA 
LEU 


GAT 
ASP 


GGC 
GLY 


GAT 
ASP 


GTT 
VAL 


AAT 
ASN 


GGG 
GLY 


CAA 
GLN 


AAA 
LYS 


TTC 
PHE 


TCC 
SER 


GTT 
VAL 


AGT 
SER 


GGA 
GLY 


GAG 
GLU 


GGT 
GLY 


GAA 
GLU 


GGT 
GLY 


GAT 
ASP 


GCA 
ALA 


ACA 
THR 


TAC 
TYR 


GGA 
GLY 


AAA 
LYS 


CTT 
LEU 


ACC 
THR 


CTT 
LEU 


AAA 
LYS 


TTT 
PHE 


ATT 
ILE 


TGC 
CYS 


ACT 
THR 


ACT 
THR 


GGG 
' GLY 


AAG 
LYS 


CTA 
LEU 


CCT 
PRO 


GTT 
VAL 


CCA 
PRO 


TGG 
TRP 


CCA 
PRO 


ACG 
THR 


CTT 
LEU 


GTC 
VAL 


ACT 
THR 


ACT 
THR 


CTC 
LEU 


TCT 
SER 


CAT 
HIS 


GGT 
GLY 


GTT 
VAL 


CAA 
GLN 


TGC 
CYS 


TTT 
PHE 


TCT 
SER 


AGA 
ARG 


TAC 
TYR 


CCA 
PRO 


GAT 
ASP 


CAT 
HIS 


ATG 
MET 


AAA 
LYS 


CAG 
GLN 


CAT 
HIS 


GAC 
ASP 


TTT 
PHE 


TTC 
PHE 


AAG 
LYS 


AGT 
SER 


GCC 
ALA 


ATG 
MET 


CCC 
PRO 


GAA 
GLU 


GGT 
GLY 


TAT 
TYR 


GTA 
VAL 


CAG 
GLN 


GAA 
GLU 


AGA 
ARG 


ACT 
THR 


ATA 
ILE 


TTT 
PHE 


TAC 
TYR 


AAA 
LYS 


GAT 
ASP 


GAC 
ASP 


GGG 
GLY 


AAC 
ASN 


TAC 
TYR 


AAG 
LYS 


ACA 
THR 


CGT 
ARG 


GCT 
ALA 


GAA 
GLU 


GTC 
VAL 


AAG 
LYS 


TTT 
PHE 


GAA 
GLU 


GGT 
GLY 


GAT 
ASP 


ACC 
THR 


CTT 
LEU 


GTT 
VAL 


AAT 
ASN 


AGA 
ARG 


ATC 
ILE 


GAG 
GLU 


TTA 

LEU 


AAA 
LYS 


GGT 
GLY 


ATT 
ILE 


GAT 
ASP 


TTT 
PHE 


AAA 
LYS 


GAA 
GLU 


GAT 
ASP 


GGA 
GLY 


AAC 
ASN 


ATT 
ILE 


CTT 
LEU 


GGA 
GLY 


CAC 
HIS 


AAA 
LYS 


ATG 
MET 


GAA 
GLU 


TAC 
TYR 


AAT 
ASN 


TAT 
TYR 


AAC 
ASN 


TCA 
SER 


CAT 
HIS 


AAT 
ASN 


GTA 
VAL 


TAC 
TYR 


ATC 
ILE 


ATG 
MET 


GCA 
ALA 


GAC 
ASP 


AAA 
LYS 


CCA 
PRO 


AAG 
LYS 


AAT 
ASN 


GGC 
GLY 


ATC 
ILE 


AAA 
LYS 


GTT 
VAL 


AAC 
ASN 


TTC 
PHE 


AAA 
LYS 


ATT 
ILE 


AGA 
ARG 


CAC 
HIS 


AAC 
ASN 


ATT 
ILE 


AAA 
LYS 


GAT 
ASP 


GGA 
GLY 


AGC 
SER 


GTT 
VAL 


CAA 
GLN 


TTA 
LEU 


GCA 
ALA 


GAC 
ASP 


CAT 
HIS 


TAT 
TYR 


CAA 
GLN 


CAA 
GLN 


AAT 
ASN 


ACT 
THR 


CCA 
PRO 


ATT 
ILE 


GGC 
GLY 


GAT 
ASP 


GGC 
GLY 


CCT 
PRO 


GTC 
VAL 


CTT 
LEU 


TTA 
LEU 


CCA 
PRO 


GAC 
ASP 


AAC 
ASN 


CAT 
HIS 


TAC 
TYR 


GfG 

iM 


TCC 
SER 


ACG 
THR 


CAA 
GLN 


TCT 
SER 


GCC 
ALA 


CTT 
LEU 


TCC 
SER 


AAA 
LYS 


GAT 
ASP 


CCC 
PRO 


AAC 
ASN 


GAA 
GLU 


AAG 
LYS 


AGA 
ARG 


GAT 
ASP 


CAC 
HIS 


ATG 
MET 


ATC 
ILE 


CTT 
LEU 


cS 
lS§ 


GAG 
GLU 


TTT 
PHE 


GTA 
VAL 


ACA 
THR 


GCT 
ALA 


GCT 
ALA 


GGG 
GLY 


ATT 
ILE 


ACA 
THR 


CAT 
HIS 


GGC 
GLY 


ATG 
MET 


GAT 
ASP 


GAA 
GLU 


CTA 
LEU 


TAC 
TYR 


AAA 
LYS 


TAA 





AJPTCCAGACTTCCAATTGACACTAAAGGGATCCGAATTC - 3' 



Fig. 3 



^ 5/12 
DNA and predicted primary amino acid sequence of F64L-GFP (Hind3 - EcoRl fragment). 



5 ' - A AGCTTT 



ATG 
MET 


AGT 
SER 


AAA 
LYS 


GGA 
GLY 


GAA 
GLU 


GAA 
GLU 


CTT 
LEU 


TTC 
PHE 


ACT 
THR 


GGA 
-GLY 


GTT 
VAL 


GTC 
VAL 


CCA 
PRO 


ATT 
ILE 


CTT 
LEU 


GTT 
VAL 


GAA 
GLU 


TTA 
LEU 


r.AT 
ASP 


GLY 


GAT 
ASP 


GTT 
VAL 


AAT 
ASN 


GGG 
GLY 


CAA 
GLN 


AAA 
LYS 


TTC 
PHE 


TCT 
SER 


GTT 
VAL 


AGT 
SER 


GGA 
GLY 


GAG 
GLU 


GGT 
GLY 


GAA. 
GLU 


GGT 
GLY 


GAT 
ASP 


GCA 
ALA 


ACA 
THR 


TAP 

TYR 


CC A 

GLY 


AAA 
LYS 


CTT 
LEU 


ACC 
THR 


CTT 
LEU 


AAA 
LYS 


TTT 
PHE 


ATT 
ILE 


TGC 
CYS 


ACT 
THR 


ACT 
THR 


GGG 
GLY 


AAG 
LYS 


CTA 
LEU 


CCT 
PRO 


GTT 
VAL 


CCA 
PRO 


TGG 
TRP 


CCA 
PRO 


ACG 
THR 


CTT 
LEU 


GTC 
VAL 


ACT 
THR 


ACT 
THR 


CTC 
LEU 


TCT 
SER 


TAT 
TYR 


GGT 
GLY 


GTT 
VAL 


CAA 
GLN 


TGC 
CYS 


TTT 
PHE 


TCT 
SER 


AGA 
ARG 


TAC 
TYR 


CCA 
PRO 


GAT 
ASP 


CAT 
HIS 


ATG 
MET 


AAA 
LYS 


CAG 
GLN 


CAT 
HIS 


GAC 
ASP 


TTT 
PHE 


TTC 
PHE 


AAG 
LYS 


AGT 
SER 


GCC 
ALA 


ATG 
MET 


CCC 
PRO 


GAA 
GLU 


GGT 
GLY 


TAT 
TYR 


GTA 
VAL 


CAG 
GLN " 


GAA 
GLU 


AGA 
ARG 


ACT 
THR 


ATA 
ILE 


TTT 
PHE 


TAC 
TYR 


AAA 
LYS 


GAT 

ASP 


GAC 
ASP 


GGG 
GLY 


AAC 
ASN 


TAC 
TYR 


AAG 
LYS 


ACA 
THR 


CGT 
ARG 


GCT 
ALA 


GAA 
GLU 


GTC 
VAL 


AAG 
LYS 


TTT 
PHE 


GAA 
GLU 


GGT 
GLY 


GAT 
ASP 


ACC 
THR 


CTT 
LEU 


GTT 
VAL 


AAT 
ASN 


AGA 
ARG 


ATC 
ILE 


GAG 
GLU 


TTA 
LEU 


AAA 
LYS 


GGT 
GLY 


ATT 
ILE 


GAT 
ASP 


TTT 
PHE 


AAA 
LYS 


GAA 
GLU 


GAT 
ASP 


GGA 
GLY 


AAC 
ASN 


ATT 
ILE 


CTT 
LEU 


GGA 
GLY 


CAC 
HIS 


AAA 
LYS 


ATG 
MET 


GAA 
GLU 


TAC 
TYR 


AAT 
ASN 


TAT 
TYR 


AAC 
ASN 


TCA 
SER 


CAT 
HIS 


AAT 
ASN 


GTA 
VAL 


TAC 
TYR 


ATC 
ILE 


ATG 
MET 


GCA 
ALA 


GAC 
' ASP 


AAA 
LYS 


CCA 
PRO 


AAG 
"LYS 


AAT 
ASN 


GGC 
GLY 


ATC 
ILE 


AAA 
LYS 


GTT 
VAL 


AAC 
ASN 


TTC 
PHE 


AAA 
LYS 


ATT 
ILE 


AGA 
ARG 


CAC 
HIS 


AAC 
ASN 


ATT 
ILE 


AAA 
LYS 


GAT 
ASP 


GGA 
GLY 


AGC 
SER 


GTT 
VAL 


CAA 
GLN 


TTA 
LEU 


GCA 
ALA 


GAC 
ASP 


CAT 


TAT 
TYR 


CAA 
GLN 


CAA 
GLN 


AAT 
ASN 


ACT 
THR 


CCA 
PRO 


ATT 

ILE 


GGC 
GLY 


GAT 
ASP 


GGC 
GLY 


CCT 
PRO 


GTC 
VAL 


CTT 
LEU 


TTA 
LEU 


CCA 
PRO 


GAC 
ASP 


AAC 
ASN 


CAT 
HIS 


TAC 
TYR 




TCC 
SER 


ACG 
THR 


CAA 
GLN 


TCT 
SER 


GCC 
ALA 


CTT 
LEU 


TCC 
SER 


AAA 
LYS 


GAT 
ASP 


CCC 
PRO 


AAC 
ASN 


GAA 
GLU 


AAG 
LYS 


AGA 
ARG 


GAT 
ASP 


CAC 
HIS 


ATG 
MET 


ATC 
ILE 


CTT 
LEU 


errr 


GAG 
GLU 


TTT 
PHE 


GTA 
VAL 


ACA 
THR 


GCT 
ALA 


GCT 
ALA^ 


GGG 
GLY 


ATT 
ILE 


ACA 
THR 


CAT 
HIS 


GGC 
GLY 


ATG 
MET 


GAT 
ASP 


GAA 
GLU 


CTA 
LEU 


TAC 
TYR 


AAA 
LYS 


TAA 





IaJGTCC AG ACTTCC A ATTG AC ACT A A AGGG ATCCG A ATTC - 3' 



Fig. 4 
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DNA and predicted primary amino acid sequence of F64L-S65T-GFP (Hind3 - EcoRl fragment). 



5* - AAGCTTT 



ATG 
MET 


AGT 
SER 


AAA 
LYS 


GGA 
GLY 


GAA 
GLU 


GAA 
GLU 


CTT 
LEU 


TTC 
PHE 


ACT 
THR 


HP, A 

GLY 


P.TT 

o i l 
VAL 


P,TP 
OIL 

VAL 


Pf 1 A 

tLA 

PRO 


ATT 
All 

ILE 


CTT 
LEU 


CTT 
Ol 1 

VAL 


GAA 
GLU 


TTA 
LEU 


GAT 
ASP 


GGC 
GLY 


PAT 

Urt 1 

ASP 


PtTT 
U 1 1 

VAL 


AAT 
ASN 


GGG 
GLY 


CAA 
GLN 


AAA 
LYS 


TTC 
PHE 


TCT 
SER 


P»TT 
vJ 1 1 

VAL. 


APT 

SER 


P.P. A 
OOA 

GLY 


p a c 
uAU 

GLU 


CCT 

GLY 


C A A 

OAA 
GLU 


CCT 

GLY 


OA 1 
ASP 


GCA 
ALA 


ACA 
THR 


TAC 
TYR 


GGA 
GLY 


AAA 
LYS 


CTT 
LEU ■ 


ACC 
THR 


CTT 
LEU 


AAA 
LYS 


TTT 
PHE 


ATT 
ILE 


TGC 
CYS 


ACT 
THR 


ACT 
THR 


OOO 

GLY 


a a p 
LYS 


PT A 
O 1 A 

LEU 


PPT 
LL 1 

PRO 


GTT 

VAL 


CC A 

OCA 
PRO 


TCC 

TOO 
TRP 


CCA 
PRO 


ACG 
THR 


CTT 
LEU 


P.TP 

VAL 


APT 
THR 


ACT 
THR 


CTC 
LEU 


ACT 
THR 


TAT 
TYR 


GGT 
GLY 


GTT 
VAL 


CAA 
GLN 


tp;p 

i UO 

CYS 


TTT 
PHE 


TCT 
SER 


A C A 

AOA 

ARG 


TAP 

TYR 


CCA 

tCA 

PRO 


GAT 
ASP 


CAT 
HIS 


ATG 
MET 


AAA 
LYS 


CAG 
GLN 


PAT 
OA 1 

HIS 


ASP 


TTT 
ill 

PHE 


TTP 

PHE 


AAG 
LYS 


AGT 
SER 


npr 
ALA 


ATPf 
MET 


ppp 
PRO 


P.A A 
Unn 

GLU 


P.P.T 
OO 1 

GLY 


Tat 
1 A 1 

TYR 


PT A 
Lj 1 A 

VAL 


C AC 

GLN 


OAA 

GLU 


AGA 
ARG 


ACT 
THR 


ATA 
ILE 


TTT 
PHE 


TAC 
TYR 


AAA 
LYS 


n at 
ASP 


ASP 


c,cc 

OOO 

GLY 


A AP 
AAt 

ASN 


TAP 

TYR 


A AP. 
AAO 

LYS 


A P A 
ALA 

THR 


PPJT 
OO 1 . 

ARG 


OOl 
ALA 


P A A 

OAA 
GLU 


OlO 
VAL 


AAG 
LYS 


TTT 
PHE 


GAA 
GLU 


GGT 
GLY 


GAT 
ASP 


ACC 
THR 


CTT 
LEU 


GTT 
VAL 


A AT 

AA 1 

ASN 


a n a 
AO A 

ARG 


ATP 
AIL 

ILE 


P. A P. 
UAU 

GLU 


TTA 
I 1 A 

LEU 


AAA 
AAA 

LYS 


PiP.T 

GLY 


ATT 
All 

ILE 


PAT 
OA 1 

ASP 


TTT 
PHE 


AAA 
LYS 


GAA 
GLU 


C AT 
UA 1 

ASP 


CC A 

OGA 
GLY 


AAC 
ASN 


ATT 
ILE 


CTT 
LEU 


GGA 
GLY 


CAC 
HIS 


AAA 
LYS 


ATG 
MET 


GAA 
GLU 


TAC 
TYR 


AAT 
ASN 


TAT 
TYR 


AAC 
ASN 


TCA 
SER 


CAT 
HIS 


AAT 
ASN 


GTA 
VAL 


TAC 
TYR 


ATC 
ILE 


ATG 
MET 


GCA 
ALA 


GAC 
ASP 


AAA 
LYS 


CCA 
PRO 


AAG 
LYS 


AAT 
ASN 


GGC 
GLY 


ATC 
ILE 


AAA 
LYS 


GTT 
VAL 


AAC 
ASN 


TTC 
PHE 


AAA 
LYS 


ATT 
ILE 


AGA 
ARG 


CAC 
HIS 


AAC 
ASN 


ATT 
ILE 


AAA 
LYS 


GAT 
ASP 


GGA 
GLY 


AGC 
SER 


GTT 
VAL 


CAA 
GLN 


TTA 

LEU 


GCA 
ALA 


GAC 
ASP 


CAT 


TAT 
TYR 


CAA 
GLN 


CAA 
GLN 


AAT 
ASN 


ACT 
THR 


CCA 
PRO 


ATT 
ILE 


GGC 
GLY 


GAT 
ASP 


GGC 
GLY 


CCT 
PRO 


GTC 
VAL 


CTT 
LEU 


TTA 
LEU 


CCA 
PRO 


GAC 
ASP 


AAC 
ASN 


CAT 
HIS 


TAC 
TYR 


<§G 


TCC 
SER 


ACG 
THR 


CAA 
GLN 


TCT 
SER 


GCC 
ALA 


CTT 
LEU 


TCC 
SER 


AAA 
LYS 


GAT 
ASP 


ccc 

PRO 


AAC 
ASN 


GAA 
GLU 


AAG 
LYS 


AGA 
ARG 


GAT 
ASP 


CAC 
HIS 


ATG 
MET 


ATC 
ILE 


CTT 
LEU 


! &TT 


GAG 
GLU 


TTT 
PHE 


GTA 
VAL 


ACA 
THR 


GCT 
ALA 


GCT 
ALA 


GGG 
GLY 


ATT 
ILE 


ACA 
THR 


CAT 
HIS 


GGC 
GLY 


ATG 
MET 


GAT 
ASP 


GAA 
GLU 


CTA 
LEU 


TAC 
TYR 


AAA 
LYS " 


TAA 





=ATGTCCAGACTTCCAATTGACACTAAAGGG ATCCGAATTC - 3' 



Fig. 5 
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